Technical Appendix Figure 1 . Phylogenetic analyses of newly determined and available porcine epidemic diarrhea virus (PEDV) strains based upon nucleotide sequences of genes as follows: A) S; B) ORF3; C) M; D) N; E) ORF1ab; F) ORF1a; G) ORF1b genes; and H) the full-length genome. The trees were constructed by the neighbor-joining method. Bootstrap values are indicated for each node from 1,000 resamplings. The names of the strains, years and places of isolation, and GenBank accession numbers are shown. Black solid circles indicate the new PEDV strains sequenced in this study. Scale bars represent nucleotide substitutions per site.
Technical Appendix Figure 2 . Detection of potential recombination events in the PEDV strains identified in the United States by bootstrap analysis. Three major recombination breakpoints, denoted by arrows, were located, respectively, at the ORF1a (nt 6,699), S (nt 21,840) and N (nt 26,882) genes (based on the MN strain) (6). The analysis was performed with an F84 distance model, a window size of 1,000 base pairs and a step size of 200 base pairs. Regions derived from the AH2012 or the ZMDZY sublineage is denoted by purple or cyan lines, respectively.
